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<400> 1 
atggcgactg 


acattgatat 


gctaattgac 


ctcggcctgg 


acctctccga 


cagcgatctg 


60 


gacgaggacc 


cccccgagcc 


ggcggagagc 


cgccgcgacg 


acctggaatc 


ggacagcaac 


120 


ggggagtgtt 


cctcgtcgga 


cgaggacatg 


gaagaccccc 


acggagagga 


cggaccggag 


180 


ccgatactcg 


acgccgctcg 


cccggcggtc 


cgcccgtctc 


gtccagaaga 


ccccggcgta 


240 


cccagcaccc 


agacgcctcg 


tccgacggag 


cggcagggcc 


ccaacgatcc 


tcaaccagcg 


300 


ccccacagtg 


tgtggtcgcg 


cctcggggcc 


cggcgaccgt 


cttgctcccc 


cgagcggcac 


360 


gggggcaagg 


tggcccgcct 


ccaaccccca 


ccgaccaaag 


cccagcctgc 


ccgcggcgga 


420 


cgccgtgggc 


gtcgcagggg 


tcggggtcgc 


QQtQQtCCCQ 


QQQCCQCCQa 


tQQtttatca 


480 


gacccccgcc 


ggcgtgcccc 


cagaaccaat 


cgcaacccgg 


ggggaccccg 


ccccggggcg 


540 


gggtggacgg 


acggccccgg 


cgccccccat 


ggcgaggcgt 


ggcgcggaag 


tgagcagccc 


600 


gacccacccg 


gaggcccgcg 


gacacggagc 


gtgcgccaag 


cacccccccc 


gctaatgacg 


660 


ctggcgattg 


cccccccgcc 


cgcggacccc 


cgcgccccgg 


ccccggagcg 


aaaggcgccc 


720 


gccgccgaca 


ccatcgacgc 


caccacgcgg 


ttggtcctgc 


gctccatctc 


cgagcgcgcg 


780 


gcggtcgacc 


gcatcagcga 


gagcttcggc 


cgcagcgcac 


aggtcatgca 


cgaccccttt 


840 


ggggggcagc 


cgtttcccgc 


cgcgaatagc 


ccctgggccc 


cggtgctggc 


gggccaagga 


900 


gggccctttg 


acgccgagac 


cagacgggtc 


tcctgggaaa 


ccttggtcgc 


ccacggcccg 


960 


agcctctatc 


gcacttttgc 


cggcaatcct 


cgggccgcat 


cgaccgccaa 


ggccatgcgc 


1020 
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gactgcgtgc 


tgcgccaaga 


aaatttcatc 


gaggcgctgg 


cctccgccga 


cgagacgctg 


1080 


gcgtggtgca 


agatgtgcat 


ccaccacaac 


ctgccgctgc 


gcccccagga 


ccccattatc 


1140 


gggacggccg 


cggcggtgct 


ggataacctc 


gccacgcgcc 


tgcggccctt 


tctccagtgc 


1200 


tacctgaagg 


cgcgaggcct 


gtgcggcctg 


gacgaactgt 


gttcgcggcg 


gcgtctggcg 


1260 


gacattaagg 


acattgcatc 


cttcgtgttt 


gtcattctgg 


ccaggctcgc 


caaccgcgtc 


1320 


gagcgtggcg 


tcgcggagat 


cgactacgcg 


acccttggtg 


tcggggtcgg 


agagaagatg 


1380 


catttctacc 


tccccggggc 


ctgcatggcg 


ggcctgatcg 


aaatcctaga 


cacgcaccgc 


1440 


caggagtgtt 


cgagtcgtgt 


ctgcgagttg 


acggccagtc 


acatcgtcgc 


ccccccgtac 


1500 


gtgcacggca 


aatattttta 


ttgcaactcc 


ctgttttag 
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<210> 2 
<211> 512 
<212> PRT 

<213> Herpes simplex virus 

<400> 2 

Met Ala Thr Asp lie Asp Met Leu lie Asp Leu Gly Leu Asp Leu Ser 
15 10 15 



Asp Ser Asp Leu Asp Glu Asp Pro Pro Glu Pro Ala Glu Ser Arg Arg 
20 25 30 



Asp Asp Leu Glu Ser Asp Ser Asn Gly Glu Cys Ser Ser Ser Asp Glu 
35 40 45 



Asp Met Glu Asp Pro His Gly Glu Asp Gly Pro Glu Pro lie Leu Asp 
50 55 60 



Ala Ala Arg Pro Ala Val Arg Pro Ser Arg Pro Glu Asp Pro Gly Val 
65 70 75 80 



Pro Ser Thr Gin Thr Pro Arg Pro Thr Glu Arg Gin Gly Pro Asn Asp 
85 ' 90 95 



Pro Gin Pro Ala Pro His Ser Val Trp Ser Arg Leu Gly Ala Arg Arg 
100 105 110 



Pro Ser Cys Ser Pro Glu Arg His Gly Gly Lys Val Ala Arg Leu Gin 
115 120 125 



Pro Pro Pro Thr Lys Ala Gin Pro Ala Arg Gly Gly Arg Arg Gly Arg 
130 135 140 
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Arg Arg Gly Arg Gly Arg Gly Gly Pro Gly Ala Ala Asp Gly Leu Ser 
145 150 155 160 



Asp Pro Arg Arg Arg Ala Pro Arg Thr Asn Arg Asn Pro Gly Gly Pro 
165 170 175 



Arg Pro Gly Ala Gly Trp Thr Asp Gly Pro Gly Ala Pro His Gly Glu 
180 185 190 



Ala Trp Arg Gly Ser Glu Gin Pro Asp Pro Pro Gly Gly Pro Arg Thr 
195 200 205 



Arg Ser Val Arg Gin Ala Pro Pro Pro Leu Met Thr Leu Ala lie Ala 
210 215 220 



Pro Pro Pro Ala Asp Pro Arg Ala Pro Ala Pro Glu Arg Lys Ala Pro 
225 230 235 240 



Ala Ala Asp Thr lie Asp Ala Thr Thr Arg Leu Val Leu Arg Ser lie 
245 250 255 



Ser Glu Arg Ala Ala Val Asp Arg lie Ser Glu Ser Phe Gly Arg Ser 
260 265 270 



Ala Gin Val Met His Asp Pro Phe Gly Gly Gin Pro Phe Pro Ala Ala 
275 280 285 



Asn Ser Pro Trp Ala Pro Val Leu Ala Gly Gin Gly Gly Pro Phe Asp 
290 295 300 



Ala Glu Thr Arg Arg Val Ser Trp Glu Thr Leu Val Ala His Gly Pro 
305 310 315 320 



Ser Leu Tyr Arg Thr Phe Ala Gly Asn Pro Arg Ala Ala Ser Thr Ala 
325 330 335 



Lys Ala Met Arg Asp Cys Val Leu Arg Gin Glu Asn Phe He Glu Ala 
340 345 350 



Leu Ala Ser Ala Asp Glu Thr Leu Ala Trp Cys Lys Met Cys He His 
355 360 365 



His Asn Leu Pro Leu Arg Pro Gin Asp Pro He He Gly Thr Ala Ala 
370 375 380 
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Ala Val Leu Asp Asn Leu Ala Thr Arg Leu Arg Pro Phe Leu Gin Cys 
385 390 395 400 



Tyr Leu Lys Ala Arg Gly Leu Cys Gly Leu Asp Glu Leu Cys Ser Arg 
405 410 415 



Arg Arg Leu Ala Asp lie Lys Asp lie Ala Ser Phe Val Phe Val lie 
420 425 430 



Leu Ala Arg Leu Ala Asn Arg Val Glu Arg Gly Val Ala Glu lie Asp 
435 440 445 



Tyr Ala Thr Leu Gly Val Gly Val Gly Glu Lys Met His Phe Tyr Leu 
450 455 460 



Pro Gly Ala Cys Met Ala Gly Leu lie Glu He Leu Asp Thr His Arg 
465 470 475 480 



Gin Glu Cys Ser Ser Arg Val Cys Glu Leu Thr Ala Ser His He Val 
485 490 495 



Ala Pro Pro Tyr Val His Gly Lys Tyr Phe Tyr Cys Asn Ser Leu Phe 
500 505 510 
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